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DEC i 1 Ml 



1652 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/4 63 , 7 0 5A 



DATE: 12/07/2000 
TIME: 12:39:57 



TECH CENTER 160Q/290Q, 



Input Set : A:\Cpg.pto 

Output Set: N:\CRF3\12072000\I463705A.raw 



W- 



3 <110> APPLICANT: Cortes, J 

4 Froaientin, C 

5 Gaisser, S 

6 Lead lay, P 

7 Mendez, C 

8 Michel, J-M 

9 Raynal, M-C 

10 Salah-Bey, K 

11 Salas, J 

13 <120> TITLE OF INVENTION: BIOSYNTHESIS GENES fi TRANSFER OF 6 -DESOXYHEXOSES 

14 SACCHAROPOLYSPORA ERYTHRAEA AMD IN STREPTOMYCES 

15 ANTIBTOTT.CUS AND THEIR USE 
17 <130> FILE REFERENCE: 146.1335 

.19 <14 0> CURRENT APPLICATION NUMBER : 09/463705A 

20 <141> CURRENT FILING DATE: 2000-02-23 

22 <150> PRIOR APPLICATION NUMBER: PCT/FR98/0159 3 

23 <151> PRIOR FILING DATE: 1998-07-21 

25 <150> PRIOR APPLICATION NUMBER: 98/07411 

26 <151> PRIOR FILING DATE: 1.988-06 -.12 

28 <150> PRIOR APPLICATION NUMBER: 9 7/094 58 

29 <151> PRIOR FILING DATE: 1997-07-25 
31 <160> NUMBER OF SEQ ID NOS : 61 

3 3 <170> SOFTWARE: Pa tent In ver . 2.1 

3 5 <210> SEQ ID NO: 1 

3 6 <211> LENGTH: 34 39 

3 7 <212> TYPE: DNA 

3 8 <213> ORGANISM: Saccharopolyspora erythraea 

4 0 <22 0> FEATURE: 

4.1 <221> NAME/KEY: CDS 

42 <222> LOCATION: Complement {< 4 8 )..( 104 6 ) ) 

43 <223> OTHER INFORMATION: /function- "Involved in the biosynthesis of 
4 4 mycarose" /gene= "eryBII" 

4 6 <220> FEATURE: 

4 7 < 2 2 1 > NAME/K EY : CDS 

48 <222> LOCATION: Complement* ( 2322 ) . . ( 34 04 ) ) 

4 9 <223> OTHER INFORMATION: /f unction- "involved in the biosynthesis oi: 
50 desosami.ne" /gene= "eryCII" 

5 2 <4 00> SEQUENCE: 1 

5 3 gcttcacgct oaccagccgt atcctttctc yyttcctctt gtgctcactg caaccaggct 6 0 
55 tccgycgccg cgecgccyga ggccaccgcg gggaagatct: cgtccagttc ggacaycgcc 120 
57 tgctcgtcca gggtcatcgc ggacgcctLc agcgcggagt cgagctgctc gggggttcgc 180 
59 gygccgatga cggcgccggc gatgccgggc cgygacagca cccatgcgag ccccacctcg 240 
61 gccgggtctt cgccgaggtt gcggcagaac ttctcgtagg cctcgatcgc cgggcgcagg 300 

6 3 gacggcaaca gcacctgcgc acggccctgc gccgacttca ccgcggtgcc cgcggccagc 3 60 
65 ttctccagcg ctccgctyag caggccgccg tgcaycggcg accaggcgaa- gacgccgagc 420 

.67 ccgtaggcct gcgcggcggg cagcacctcc agctcggcgt gccggaccgc caygttgtac 4 80 

69 aggcactggt gggagaccat gcccagggag tggcggcggg cggcgttctc ctycycgycg 540 
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raw sequence listing 

patent Application: us/09/463, 7osa 



DATE : 12/07/2000 
TIME: 12:39:57 



Input; Set : A:\Cpg.pto 

Output Set: N:\CRF3\12072000\I463705A.raw 

71 gcgatgtgcc agcccgcgaa gttcgacgag ccgacytagg agaccttgcc 
73 aggctgtcca tggcctgcca cacctcgtcc cacggccjcgg accggtcgat 
75 tggtagacgt cgatgtyqtc gacgcccayc otycycaycy atccctcqca 
77 atgtgccgcg ccgacagccc gctgtcgttq acgcgctcgc tcatctcgcc 

7 9 ytcyccagca cggt.ytectc gcgccgtccg ccgccctggy ccagccacct 
81 tcctcggtgt ggcccttgta gagccgccag ccgtacatgt cggcggtgtc 
83 atgccgcygt cccgygcgtg gtccaLcayg cgcnycgcgt cgtcytcctc 

8 5 ctgaagttca ccgtyccgag ccagagcctg otggtgayca gcycyqaacg 
87 acgtgcytcy cggcytcggt gyteatcgtg yttctctcct tcctgcggcc 
89 agatgccyac gacctcggcc ggtgacgyct ccgcgagcat gtcgtcycgc 
91 cgccggcycg gtygyccygg togtogayga cccgcttcac cgactcccgg 
93 gqgtcagctc gggcacgggc aqcgcgatcc ccgccccyaa ttcctgcytg 

9 5 gcacyccggt gtcccagcey tcgygcagga tcacctgcgg cacgccgtgg 
97 tytgccagct cccggytccg ccytygtgca ccgtcgccgc gcaggtcygc 
9 9 gcatogygac gaagccyacc gtycggacgt tytccygyat yttcgcgacg 
101 qctgcgcgtc yaaygtcgcy atgatctcgy cgtcyacgtc gccyacggca 
103 cctcgatgga yacctgcccy atgctgttct cgcygctgga gatcccgagc 
105 cgcggcggcg ctcgggctcg tcgtgcagcc attccggcac cacggacygc 
107 cgacgtagcg catcccgacq gtcttcaggc cygtgtcgag cctgatcgcg 
109 ggtcgatcgt ccactgcccy acgaccacct cctcytcgaa gyccgggccg 
111 cc a gcgtcca gytyagccac teg gey a gey yytccteecg gtgctcctcc 
113 gcagcaggcc gaggaagttc tgccgcgccc gggtggtgat gtcgggtccc 
115 gcgcgtgcgg cgttccggtc accgccgccy cyatyggcgc ggegaaggtg 
117 agatgaccaq gtcgggccgc cacttccggc agaacgagac catgccttcy 
119 ccgqgctcat caggycgtag aaggtcyygy tgagcacygt ctgcatqccc 
.121 cccaggtcaa ggtggcgggg tcccgctcgc tgaagtccag getcegyacg 
123 tgtcgtggcc cgcgtgggtc atgaagtcca cgaggtcgac gtcggtgccg 
125 cggtcayccc ggccgcggtg atgtcctcgg tgagcgccgg ggacgcgacc 
127 cgtgccccgc cgcgcggaac gcccatgcga gggggacgag yccgaagagg 
129 tggccatyga ggagaagacg acgcgcatcg cggttacctc agagctcgac 
131 ttggttcccc gcaggacggg tgatcggcgg cgccygacga ccgggccgct: 
13 3 ccgggcagcg ccttgyccgc ggcr;cgcagt gcggcggtgg cqagcgcgyt 
13 5 tccagcctgc cgggytggcc gcgatgtgcc gacagcgcgc ggtcggcgtc 
13 7 acgtcgaggc ggtcgggctc ggcgaagacc tccgggtcgc ggttggccgc 

13 9 accacgacct cctcgcettc gccgatxacg tgctcgccga gccgcacctc 
141 gtgcgccgct ccaggtgcaa tgccgygtgc aggcgcagca cctcggcgac 

14 3 gcggcggcgg ggtcgtcggc gatccgttcg gccagccccg yttcggccga 
14 5 accgcgtcga ccacggtgtt cgcggtcatc tcggccccgg cgfiacagggc 
14 7 gggtcggcgg gcagtgccgc gaccgctgct tcggtcaccg cgagctgctg 
149 tgggcgtcca ggctgacgcg ggcgtcccac gcggcgccgc gcagcactcc 
151 agcacggcyg tcatgccctg caccggtacc tgccaggcga agtcgccgac 
153 cgcgcgcccg cgccggggag cagaccggcg aagctctccg ccagttcccc 
155 acctcgcctt cccaggacgc ggcgtgcacg tcccggaacg gctgggccca 
157 ggcgcgcccg eggcccgcat ccattccggt gtgcgtccgg tggcgcgggt 
159 tcgtcgagca cctgccgggc ggtggcgtgg tcggccacca cccacgtctc 
161 cgccgcaeac cggactcgcg catcgagcgg taccggcgct gcgggtcgtc 
1G3 oacageagca tcgggtaagg gtcgccgttg otgccgtaac cccagtgcay 
165 atetggagct. gcctgcceag cccggcgcga tcgytcgtgg tcatgaattc 
167 gccaggcgtc gatgLgccg 3 4 39 



gcLggcgacg 
g tggtgcatc 
ygaggcga t;g 
gccgaccttg 
gcccacoaqc 
yaggcagttg 
gacgcg tccg 
cccgagccgc 
ayttcctcgc 
a tccgcyccg 
agctggtcyg 
cgctycgcgc 
a tcgccgcgg 
agcagcgcgt 
cettc tagct 
cccagcagct 
y tgaggcaca 
ccg ttgtagt 
gccggggcgg 
ocgtacttct 
ggctggtcgg 
cacagcagcc 
agcggctccc 
atgagcy tg t 
agcaggtgct 
tag tcgatga 
accgygacgg 
acgcggacct 
tggctct tgc 
ggggcagcyg 
gggcgtgagt 
gaccagctcc 
ggggcggtcc 
cgcgacgacg 
tgcgg tggcc 
ggttcgctgc 
gacggccagg 
gcgcagtgcg 
egggctgayc 
ggctgcgceg 
caggtccagc 
gacgtcggyg 
ctcggcgggt 
gaacgcgggg 
ggtycggctg 
gtcytgtccg 
gccgcgga tc 
cctccgccca 



600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
13 20 
1380 
144 0 
1500 
1560 
1620 
1680 
1740 
1800 
18 6 0 
1920 
1980 
2 04 0 
2100 
2160 
2220 
2280 

2 34 0 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 

3 24 0 
3300 
3 36 0 
3420 



RECEIVED 

off u am 

TECH CENTER 1600/2900 



file://C:\Crf3\Outhold\VsrI463705A.htm 



12/7/00 



Page 3 of 7 



RAW SEQUENCE LISTING DATE : 12/07/2000 

PATENT APPLICATION: US/09/46 3 , 7 05A TIME: 12:39:57 

Input Set : A:\Cpg.pto 

Output Set: N:\CRP3\1207 2000\I46 37 05A.raw 

170 <210> SEQ ID MO: 2 

171 <211> LENGTH: 3 33 
17 2 <212> TYPE: PUT 

17 3 <2.13> ORGANISM: Saccharopolyspora erythraea 
17 5 <4 00> SEQUENCE: 2 

17 6 Met Thr Thr Asp Ala Ala Thr His val Arg Leu Gly Arg Ser Ala Leu 
17 7 .1 5 10 15 

17 9 Leu Thr Ser Arg Leu Trp Leu Gly Thr Val Asn Phe Ser Gly Arg Val 
180 20 25* 30 

182 Glu Asp Asp Asp Ala Leu Arg Leu Met Asp His Ala Arg Asp Arg Gly 

183 3 5 4 0 4 5 

185 Tie Asn Cys Leu Asp Thr Ala Asp Met Tyr Gly Trp Arg Leu Tyr Lys 

186 50 55 GO 

188 Gly His Thr Glu Glu Leu Val Gly Arg Trp Leu Ala Gin Gly Gly Gly 

189 65 70 75 80 

191 Arg Arg Glu Asp Thr Val Leu Ala Thr Lys Val Gly Gly Glu Met Ser 

192 85 90 95 

19 4 Glu Arg val Asn Asp Ser Gly Leu ser Ala Arg His lie lie Ala ser 

19 5 ' 10 0 105 110 

19 7 cys Glu Gly Ser Leu Arg Arg Leu Gly Val Asp His lie Asp Val Tyr 

198 115 120 125 

2 00 Gin Met His Hi.s lie Asp Arg Ser Ala Pro Trp Asp Glu Val Trp Gin 

201 .130 135 140 

2 03 Ala Met Asp Ser Leu Val Ala Ser Gly Lys Val Ser Tyr Val Gly Ser 
204 145 150 155 160 

206 Ser Asn Pile Ala Gly Trp His He Ala Ala Ala Gin Glu Asn Ala Ala - 

207 165 170 175 

209 Arg Arg His Ser Leu Gly Met Val Ser His Gin Cys Leu Tyr Asn Leu 

210 180 135 190 

212 Ala Val Arg His Ala Glu Leu Glu Val Leu Pro Ala Ala Gin Ala Tyr 

213 19 5 200 205 

215 Gly Leu Gly Val Phe Ala Trp Ser Pro Leu Hi.s Gly Gly Leu Leu Ser 

216 210 215 220 

218 Gly Ala Leu Glu Lys Leu Ala Ala Gly I hr Ala Val Lys Ser Ala Gin 

219 225 230 235 240 

221 Gly Arg Ala Gin Val Leu Leu Pro Ser Leu Arg Pro Ala Tie Glu Ala 

222 245 250 255 

224 Tyr Glu Lys Phe Cys Arg Asn Leu Gly Glu Asp Pro Ala Glu Val Gly 

225 260 265 270 

227 Leu Ala Trp Val Leu Ser Arg Pro Gly He Ala Gly Ala Val He Gly 

228 275 280 285 

2 30 Pro Arg Thr Pro Glu Gin Leu Asp Ser Ala Leu Lys Ala Ser Ala Met 
231 290 295 300 

233 Thr Leu Asp Glu Gin Ala Leu Ser Glu Leu Asp Glu He Phe Pro Ala 

234 305 310 315 320 

236 Val Ala Ser Gly Gly Ala Ala Pro Glu Ala Trp Leu Gin 

237 325 330 

240 <210> SEQ 10 NO : 3 

241 <211> LENGTH: 3 61 



RECEIVED 

Mum 

T ECH CENTER 1600/290(8 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/4 63 , 7 05A 



DATE: 12/07/2000 
TIME: 12:39:57 



Input Set : A:\Cpg.pto 

Output Set: N:\CRF3\12072000\I463705A.raw 



24 2 <212> TYPE: PRT 

24 3 <213> ORGANISM: Saccharopolyspora erythraca 
24 5 <4 00> SEQUENCE: 3 

24 6 Net Thr Thr Thr Asp Arg Ala Gly Leu Gly Arq Gin Leu Gin Met lie 
247 1 5 ' " 10 15 

24 9 Arq Gly Leu His Trp Gly Tyr Gly Ser Asn Gly Asp Pro Tyr Pro Met 
250 20 25 30 

252 Leu Leu Cys Gly Hi.s Asp Asp Asp Pro Gin Arg Arg Tyr Arg Ser Met 

25 3 3 5 4 0 4 5 

255 Arg Glu Ser Gly Val Arg Arg Ser Arg Thr Glu Thr Trp Val Val Ala 
25G 50 55 60 

258 Asp His Ala Thr Ala Arg Gin Val Leu Asp Asp Pro Ala Phe Thr Arg 
■259 65 70 75 80 

261 Ala Thr Gly Arg Thr Pro Glu Trp Met Arg Ala Ala Gl.y Ala Pro Pro 

262 85 90 " 95 

2 64 Ala Glu Trp Ala Gin Pro Phe Arg Asp Val His Ala Ala Ser Trp Glu 
265 100 105 110 

26 7 Gly Glu Val Pro Asp Val Gly Glu Leu Ala Glu Ser Phe Ala Gly Leu 

26 8 115 12 0 . .12 5 

27 0 Leu Pro Gly Ala Gly Ala Arg Leu Asp Leu val Gly Asp Phe Ala Trp 
271 130 135 140 

27 3 Gin Val Pro Val Gin Gly Met Thr Ala Val Leu Gly Ala Ala Gly Val 

27 4 14 5 150 :t5 5 16 0 

276 Leu Arg Gly Ala Ala Trp Asp Ala Arg Val Ser Leu Asp Ala Gin Leu 

277 165 170 175 

279 Ser Pro Gin Gin Leu Ala Val Thr Glu Ala Al.a Val Ala Ala Leu Pro 

280 180 185 190 

282 Ala Asp Pro Ala Leu Arg Ala Leu Phe Ala Gly Ala Glu Met Thr Ala 

283 195 200 205 

28 5 Asn Thr val Val Asp Ala Val Leu Ala Val Ser Ala Glu Pro Gly Leu 
286 210 215 220 

288 Ala Glu Arg lie Ala Asp Asp Pro Ala Ala Ala Gin Arg Thr Val Ala 

28 9 22 5 230 235 24 0 

291 Glu Val Leu Arg Leu His Pro Ala Leu His Leu Glu Arg Arg Thr Ala 

292 245 250 255 

29 4 Thr Ala Glu Val Arg Leu Gly Glu His Val Tie Gly Glu Gly Glu Glu 
295 260 265 270 

29 7 Val Val Val Val Val Ala Ala Ala Asn Arg Asp Pro Glu val Phe Ala 
298 275 280 285 

3 00 Glu Pro Asp Arg Leu Asp Val Asp Arq Pro Asp Ala Asp .Arg^ Ala Leu 
301 290 295 300 

303 Ser Ala His Arg Gly His Pro Gly Arg Leu Glu Glu Leu Val Thr Ala 

304 305 310 315 320 
3 06 Leu Ala Thr Ala Ala Leu Arg Ala Ala Ala Lys Ala Leu Pro Gly Leu 
307 325 330 335 

3 09 Thr Pro Ser Gly Pro Val Val Arg Arg Arg Arg Ser Pro Val Leu Arg 
310 340 345 350 

312 Gly Thr Asn Arg Cys Pro Val Glu Leu 

313 355 360 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/4 6 3 , 7 05A 



DATE: 12/07/2000 
TIME: 12:39:57 



Input; Set : 
Output Set: 



A:\Cpg.pto 

N:\CRF3\12 0 7 2000\I4 6 37 0 5A.raw 



317 <210> SEQ ID NO: 4 

318 <211> LENGTH: 1266 

319 <212> TYPE: DNA 

320 <213> ORGAN I SH : Saccharopolyspora erythraea 
3 22 <2 2 0> FEATURE: 

3 2 3 < 2 2 1> M AM E/KEY : CD S 

W--> 324 <222> LOCATION: complement (4).. (1266) 

325 <223> OTHER INFORMATION: /function- "involved in the biosynthesis 

3 26 mycarose" /gene= "eryCIH" /note= "SEQ ID No 1 

327 from 1046 to 2308" 

329 <400> SEQUENCE: 4 

3 30 teateytgyt tote tec ttc ctycggccag ttectcgeaq atgecgacya cctcgyccgg 

332 tgacggctcc gcgagcatgt cgtcgcgcat ccgcgccgcg ccggcycggt gggccgggtc 

334 gtegaggacc cgcttcaccg actcccggag ctggtcgggg gteagetcyg gcacqggcag 

3 36 egeyatecec geceegaatt cctgcgtgeg ctgeyegeye acyecgytyt cecagccytc 

338 gqycaqyatc acctgeggea cgccgtggat cgccgcggtg tyceagetee cggqtccgcc 

34 0 gtggtyeaec gtcyccgcyc ayytcyaeay caycgcgtyc atcyggaeya aycegaccyt 

342 gcggacgttg Ucogggatgt Ucgcgacgcc ttctagctgc tgegegtega agytcgeyat 

3 44 yatetoggeg tcgacgtcgc cgacggcacc cagcagctcc togatggaga ectgeeeyat 

34 6 qctgttctcg eggctggaga tcccgagcgt qaggcacacg egg egg eg ct egggctegtc 

34 8 gtycagecat tceggeaeea eggaeggece gttgtiagteg aegtaycyea teccgaeggt 

350 ctticaggccg gtgtcgagcc tgatcgegge eggggegggg ticgatcgtcc actgeccgac 

3 52 gaccacctcc tegtcyaagg eegggccgcc gtacttctcc agegtccayg tgagceactc 

354 ygcgagcggg tcctcecggt gctcctccgg etggtcgggc ageaggcega ggaagttctg 

356 ccgcgecegg gtggtgatgt cgggtcccca cagcagccgc ycgtgcggeg ttccggtcac 

3 58 cgccgccgcg atggycgcgg cyaayytgag cggctcceag atgaccaygt egggeegeca 

3 60 ctLccggcag aacgagacca tgecttcgat gagcgtgt.ee gggctcatoa gggcgtagaa 

362 ggteygggtg ageaeggtet geatgeceag caggtgctcc caggtcaagg tggcggggtc 

3 64 cegctegctg aagtecaggc teeggaegta gtegatgatg tcgtgycecg cgtggytcat 

366 gaagtccacg aggtcgacgt cggtgccgac egggaeggeg gteagecegg ccgcggtgat 

3 68 gtcetcggtig agegcegggg acgcgaccac geggaccteg Lgccccgceg cgcggaacgc 

370 ecatgegagg gygacyaygc cgaagaggtg getcttgetg gecatggagg agaagaegac 

372 gegcat 1266 

3 75 <210> SEQ ID NO: 5 

37 6 <211> LENGTH: 4 21 

377 <212> TYPE: PRT 

378 <213> ORGANISM: Saecha ropolyspora . erythraea 
3 80 <4 0 0> SEQUENCE: 5 

3 8.1 Met; Arg val. Val Phe Ser Ser Met; Ala Ser Lys Ser His Leu Phe Gly 

382 1 5 .10 15 

304 Leu Val Pro Leu Ala Trp Ala Phe Arg Ala Ala Gly His Glu Val Arg 

385 20 25 30 

387 Val Val Ala Ser Pro Ala Leu Thr Glu Asp lie Thr Ala Ala Gly Leu 

380 35 40 45 

390 Thr Ala Val Pro Val Gly Ihr Asp Val Asp Leu. Val Asp Phe Met Thr 

391 50 55 60 

39 3 His Ala Gly His Asp lie He Asp Tyr Val Arg Ser Leu Asp Phe Ser 

394 65 70 75 80 

396 Glu Arg Asp Pro Ala Thr Leu Thr Trp Glu His Leu Leu Gly Met Gin 



60 
.120 
180 
2-10 
300 
360 
420 
480 
540 
600 
660 
720 
780 
84 0 
900 
960 
10 20 
10 8 0 
1140 
.12 00 
.12 60 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/463 r 705A 



DATE: 12/07/2000 
TIME: 12:39:58 



Input Set : A:\Cpg.pto 

Output Set: N:\CRF3\12072000\I463705A.raw 



L:42 M:351 W: Sequence data Name/Key Feature Out-of -Range, SEQ IDS:1, CDS LOCATION: complement (( 48 ).. (1046 ) ) 
L:48 M:351 W: Sequence data Name/Key Feature Out -of - Range , SEQ ID*:1, CDS LOCATION: Complement {( 2322 )..( 3404 ) ) 
L:324 M:351 W: Sequence data Name/Key Feature Out-of -Range, SEQ IDs : 4 , CDS LOCATION: complement (4).. (1266) 
L:602 M:361 W: Invalid Split Codon , Sequence data for SEQ I'D*: 6 
L:603 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID:6 
L:607 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID: 6 
L:944 M:3G1 W: Invalid Split Codon, Sequence data for SEQ ID# : 6 
L:106 8 M:361 W: invalid Split Codon, Sequence data for SEQ IDs: 6 
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' ■ ^^jjR&'ErrofSS^^t^b^thoiOTC^^stoim Branch*/''' <./.?V*,. _.? •• 

V V ^rtaf Number: %M • - ' & ^2 

j | Changed a fik/from non-ASCII to ASCII ~ ~~ ^^TEj^^Q ^^OENflzQ 
[ j Changed the fnangins-in cases where the sequence text was "wrapped" dow/i to the next line, 
... | J Edited a format error in the Current Application Data section, specifically: 3f/5 

" — ^^^mmor 

I 1 Edited the Current Application Data section with the actual current number. The number inputted by the 
applicant was Q the prior application data; or O other 

t~^- | 1 Added the mandatory heading and subheadings for "Current Application Data". 

| | Edited the "Number of Sequences" (ield. The applicant spelled out a number instead of using an integer. 

| | Changed the. spelling of a mandatory field (the headings or subheadings), specifically 

I 1 Corrected the SEQ ID NO when obviously incorrect. Jhe sequence numbers that were edited were: 

| | Inserted or corrected a nucleic number at the end of a nucleic lino. SEQ ID NCs edited: 

| 1 Corrected subheading placement. All responses must bo on tho same line as each subheading. If the 

applicant placed a response below the subheading, this was moved to its appropriate place. 

| | Inserted colons after headings/subheadings. Headings edited included: 

[ | Deleted extra, invalid, headings used by an applicant, specifically: 

| 1 Deleted: □ non-ASCII "garbage" at the beginning/end of files; Q secretary initials/filename at end of file; 
□ page numbers throughout text; □ other invalid text, such as . - 

1 1 Inserted mandatory headings, spedficaJly: 



□ Corrected an obvious error in the response, spedficaJly: 



I I Edited identifiers where upper case is used but lower case is required, or vice versa. 

□ 

Corrected an error in the Number of Sequences field, specifically: 

1 I A Ttartd Page Break" code was inserted by the applicant. All occurrences had to be deleted. 

1 I DeleFed ending stop codon in amino add sequences and adjusted the "(A)Length:" field accordingly (error 
due to a Patentln bug).*- Sequences corrected: 

EZf Other: /-? / j P J ./ / ' V * / ~ " " 



'Examiner: must bejcommunlcated to the applicant In the first Office 

"ion: DO NOT send a copy of this form. 3/1/95 



/ 



